Sample-size estimation
• You should state whether an appropriate sample size was computed when the study was being designed • You should state the statistical method of sample size computation and any required assumptions • If no explicit power analysis was used, you should describe how you decided what sample (replicate) size (number) to use Please outline where this information can be found within the submission (e.g., sections or figure legends), or explain why this information doesn't apply to your submission: Please outline where this information can be found within the submission (e.g., sections or figure legends), or explain why this information doesn't apply to your submission:
Replicates
As this is an ancient DNA study, sample size was limited by sample availability and the success of obtaining useable DNA from these samples. Samples were chosen to represent individuals from the major centres of their former distribution, spanning as wide a time period as possible. In total, 131 samples were collected and DNA extracted, 75 samples were sent for sequencing, with 41 one of these passing the read processing filtering to be used in analysis. NB: of these samples 6 were previously published but were part of the total dataset of Thomas et al. and so have been included in the sample numbers. This information is provided in the Methods and results sections and summarised in Supplementary File 1a and 1b. Please outline where this information can be found within the submission (e.g., sections or figure legends), or explain why this information doesn't apply to your submission:
(For large datasets, or papers with a very large number of statistical tests, you may upload a single table file with tests, Ns, etc., with reference to sections in the manuscript.)
Group allocation
• Indicate how samples were allocated into experimental groups (in the case of clinical studies, please specify allocation to treatment method); if randomization was used, please also state if restricted randomization was applied • Indicate if masking was used during group allocation, data collection and/or data analysis Please outline where this information can be found within the submission (e.g., sections or figure legends), or explain why this information doesn't apply to your submission:
Additional data files ("source data") • We encourage you to upload relevant additional data files, such as numerical data that are represented as a graph in a figure, or as a summary table • Where provided, these should be in the most useful format, and they can be uploaded as "Source data" files linked to a main figure or table • Include model definition files including the full list of parameters used • Include code used for data analysis (e.g., R, MatLab) • Avoid stating that data files are "available upon request" Please indicate the figures or tables for which source data files have been provided:
Replications were not performed due to the nature of the samples/study. However, a consensus sequence for each individual was only called for mitochondrial genome sites that were covered by at least three independent sequence reads from the respective individual.
The extensive statistical analyses are described concisely in the methods section of the main document and in detail in the supplementary material.
For reconstruction of temporal population structure, the samples were grouped by age and randomization tests were used to validate the results. Specific information is provided in Appendix 2 and Appendix 6.
